Background: Etiology of developmental delay/intellectual disability is very heterogeneous. In recent years, genetic causes have been defined through the use of chromosomal microarray analysis as a first step genetic test. Results: Samples from 30 patients with multiple congenital anomaly and/or mental retardation were analyzed with array comparative genomic hybridization in the context of this study. Before this analysis, karyotyping, subtelomeric fluorescence in situ hybridization and additionally fragment analysis for fragile X in males, had been routinely made all of which were reported to be normal. The purpose of our study was to determine the copy number variations as well as to investigate methods to increase diagnostic yield of array comparative genomic hybridization and forming a suitable flow chart decision pipeline for test indication especially for developing countries. Genomic changes were identified at a rate of about 27% in our series. Although this ratio is higher than the literature data, it could be due to the patient selection criteria. Conclusion: Chromosomal microarray analysis is not easily utilized for all patients because of its high-cost. Thus, for increasing cost-effectiveness, it may be used step by step for defined targets. Along with discussing the patients with copy number variations relevant with the phenotype, we suggest a flow chart for selection of diagnostic test with the highest diagnostic rate and the lowest expenditure which is quite important for developing countries.
Introduction
Developmental delay/intellectual disability (DD/ID) which is observed with an incidence of 1-3% in the population is defined as a significant impairment of cognitive and adaptive function before the age of 18. It is a group of disorder associated with personal, familial and social effects [1] [2] [3] . Currently, only supportive therapy can be used in this group. Etiology is heterogeneous with many environmental and genetic factors. Genetic alterations such as chromosomal imbalances, known microdeletion/duplication syndromes, gene mutations, environmental factors like teratogens, premature labor, perinatal hypoxia and infections are well defined etiologic factors [4] [5] [6] [7] . Despite this variety, etiology is still not defined in all patients [1] . However, due to the complex nature of neural development, to determine all of these factors will take time. Identification of the etiology will contribute to the development of treatment options and to fill the gaps of cognitive development processes. Genetic testing also necessary for prenatal diagnosis of multiple congenital anomaly (MCA) cases where prenatal ultrasonographic diagnosis is not possible.
To reveal the reason of mental retardation will;
Contribute to disease management, Provide early detection and prevention of some pathologic findings (e.g. obesity in Prader -Willi Syndrome), Help in acceptance of disability status, Provide link between family and support groups, Support significant emotional relief in families [8] .
Genetic alterations associated with etiology can be shown in 3-5% of cases by high-resolutionG-banding analysis and in 3-6% of the cases by subtelomeric fluorescence in situ hybridization (FISH) . Chromosomal microarray analysis is the first step genetic test in this group with a diagnostic yield of 10-20% [1, 9] .
Thirty patients with multiple congenital anomaly and/or mental retardation were tested with array comparative genomic hybridization (array CGH) in this study. Before array CGH; conventional karyotyping with at least 550 band-level, subtelomeric FISH and Fragile X analysis in males were performed. Patients who were reported to be normal were selected for the study. In addition to genetic studies, patients with clinical findings that accompany mental retardation and with no defined consanguinity between parents, were selected. In our study, it was aimed to determine the copy number variations (CNVs) that could be associated with the phenotype of the patients. Besides, major aim of the study is to investigate ways to increase the diagnostic yield of array CGH and reduce costs with the correct indications especially in developing countries. With array CGH, genomic changes that could be associated with the phenotypes of patients were identified at a rate of about 27%. Patient selection criteria were considered as the main reason for higher ratio than literature data. Besides, coverage of array CGH platform and reporting criteria could contribute to the result.
Array CGH is a high-cost test. However, the cost decreases when diagnostic yield of the test enhances. We believe that the patient selection criteria used in our study provide cost-effectiveness. There are additional clinical findings related with more than one system accompanying intellectual disability with no parental consanguinity. Besides, with cost-effective methods, such as loop hybridization and increasing platform diversity will create a competition, which may raise test utilization. Although array CGH is adding another 10-20% detection rate of pathogenic genomic imbalances, the underlying cause of the phenotype cannot be determined in almost 50% of patients [10] . In order to increase the diagnostic yield of array CGH, platforms should be altered and diversified in accordance with the discovery of novel disease-causing genes and defined CNVs. Moreover, an increased probe density across exons enables the detection of exonic CNVs in addition to whole gene or multiple exon variation [11] . Thus, for increasing cost-effectiveness, an array CGH analysis platform for defined targets could be used step by step.
Methods
Thirty patients with multiple congenital anomaly and/or mental retardation (MCA/MR) who were consulted to the Department of Medical Genetics, Ankara University School of Medicine were enrolled in this study.
Ethical committee approval for the study was obtained from Ankara University Medical Faculty Ethical Board on September 22, 2014. Informed consent was obtained from all patients participating in the study.
Every patient underwent a detailed evaluation by medical geneticist, which included prenatal and birth history, pedigree, family history, detailed clinical and dysmorphologic examinations.
Step wise approach was followed for genetic tests. High resolution G-banding, subtelomeric FISH and Fragile X fragment analysis in male patients were performed. Besides, work up for a known single gene disorder was done for excluding suspected clinical diagnosis.
The patient selection criteria were defined as follows:
Normal results of high resolution G-banding analysis, subtelomeric FISH, Fragile X fragment analysis in males, single gene studies (if performed) No family history of parental consanguinity.
Peripheral blood specimens were used for all genetic tests mentioned below. A standard protocol was used for conventional karyotyping for both the index patient and his/her parents [12] . Genomic DNA was extracted using MasterPure™ Complete DNA Purification Kit. Fragile X polymerase chain reaction was first performed with Applied Biosystems AmpliTaq Gold 360 DNA Polymerase and 6-carboxyfluorescein (FAM)-labeled FMR1 primers. Challenging samples were also reperformed with Abbott Fragile X PCR set. Gene Scan™-1000 ROX™ was used as size standard product. GeneMapper™Software was used for fragment analysis. Chromosome specific subtelomeric FISH probes (TelVysion Probes, Vysis) were used according to manufacturer's protocols. Subtelomeric FISH analysis was performed for 41 different subtelomeric specific probes (Additional file 1: Table S1 ).
Array CGH was performed by using commercially available Oxford Gene Technology (OGT) CytoSure ISCA v2 (4x180k). The platform contains 180,000 probes with 19 Kb spacing in targeted regions and 25 Kb in backbone. Slides were scanned on Agilent microarray scanner. Agilent Feature Extraction Software version 12 was used for processing data. A minimum four consecutive probes were used to call significant CNVs. Anomalies present in less than 30% of the cells are not detectable.
Loop hybridization system was used for 28 patients. Three patients with the same sex but with different phenotypes were selected for the same loop and DNA from one patient is hybridized against DNA from two other patients in this system: patient 1 versus patient 2, patient 2 versus patient 3, and patient 3 versus patient 1 (Fig. 1c) . This system measures the intensities of three patient samples in a statistically balanced way and requires no 'normal reference' [13, 14] . For two patients, commercially produced 'normal reference' was used for hybridization. For doubling, procedure was repeated in a dye swap by exchanging fluorescent labeling of patients and reference samples ( Fig. 1 a, b) .
Family study was planned in patients with pathogenic CNVs (Case 1, 2, 9, 10, 19, 25, 29 and 30). Only family of Case 29 did not agree to give consent for parental study. Family history was questioned in detail according to the results and suspected siblings were also enrolled in the study in Cases 10 and 19. Affymetrix, CytoScan 750 K SNP microarray platform and Chromosome Analysis Suite (ChAS) software was used for family study of Case 19. Affymetrix, CytoScan Optima SNP microarray platform and Chromosome Analysis Suite (ChAS) software was used for the rest of participants who approved family study.
DECIPHER [15] , Database of Genomic Variants [16] and Online Mendelian Inheritance in Man (OMIM) [17] databases were used for interpretation. Results were written according to ISCN 2016 and Genome Reference Consortium human build 37.
CNVs were classified as benign, variant of unknown significance (VOUS) and pathogenic according to gene content and function, inheritance pattern, documentation of multiple peer-reviewed publications [18, 19] .
All changes detected over 200 Kb have been reported. CNVs smaller than 200 Kb were reported if they contain the genes:
with any genotype-phenotype relation, that can be associated with the phenotype of the patient, not related with the reason of referral but clinically relevant.
Genetic counseling was given to all patients' families.
Results
Our study consisted of 30 patients with MCA/MR, 19 males and 11 females. Of all patients, identified pathogenic copy number variants were detected in 8 (27%). Only one was smaller than 200 Kb (Case 9). Most pathogenic CNVs occurred de novo. No CNVs were detected in one of the cases. Only benign CNVs were detected in four of the cases. VOUS with gene content in 12 patients and CNVs without genes but in reporting criteria due to the size in five, were determined in addition to benign CNVs. [25] [26] [27] [28] [29] . Cardiac findings accompanied with mild mental retardation in case 2. The patient was presented with 8p23.1 deletion which covers GATA4 gene [30] . Chromosome 8p23.1 is described as a critical region for congenital heart diseases. Microcephaly, intrauterine growth retardation, intellectual disability and hyperactive-impulsive behavior are also frequently observed [31] . Case 9 had Lowe Oculocerebrorenal Syndrome (MIM#309000), which is known to be caused by mutations and deletions of the OCRL gene [32, 33] .
Case 1 had some novel phenotypic findings. The patient had moderate mental retardation, atrophy of left testis and micropenis, also had essential hypertension, hyperglycemia, hyperlipidemia, and atrophy of the left kidney. Although renal anomalies are typically related with 17q12 Microdeletion Syndrome, there are also a few cases with genital anomalies in the literature with similar deletion sizes [20, 21] .
There is no reported case of testis atrophy in the literature. Cases with hyperlipidemia have not been reported yet. Hyperlipidemia may be coincidentally present or caused by the syndrome. Besides, mental retardation does not accompany this syndrome. PIGW (phosphatidylinositol glycan anchor biosynthesis class w protein) and LMX1 (Lim homeobox transcription factor 1, alpha) genes could be associated with mental retardation. PIGW is an inositol acyl transferase. Compound heterozygous mutations of PIGW have been shown in a patient with mental retardation accompanied by hyperphosphatemia and West syndrome. However, this relationship needs to be confirmed with other patients [34] . Although it is not a morbid OMIM gene, LMX1 is also located in deleted region, may be thought to contribute to mental retardation associated with this syndrome. This gene encodes LIM protein with cystine-rich zinc binding site which plays a role in neuronal differentiation [35] .
Discussion
In this study, genomic changes that could be associated with the phenotype of patients were identified at a rate of about 27% with array CGH. Although this ratio was higher than the literature data, it could be the effect of patient selection criteria. Density and distribution of probes on array platform were considered as other effective factors [9, 10] . Also, our reporting criteria could increase this ratio. According to these criteria, CNVs smaller than 200 Kb were reported if they contained the genes which were probably/potentially associated with the phenotype as in the case 9. Because of big aberrations and unbalanced subtelomeric variations had been detected and excluded with G-banding and subtelomeric FISH analysis respectively, this rate reflects only submicroscopic aberrations except subtelomeric region. In the literature, reported rates include all these anomalies when compared with our results [36, 37] . In addition to this, diagnostic yields of studies without / fewer selection criteria were less when compared to our study. Özyılmaz et al. [38] detected diagnostic yield of microarray as 13.6% among patients with DD, autism spectrum disorders and congenital anomalies. Lee et al. [39] detected diagnostic yield of array CGH as 16.9% among patients with DD/ID and who also had apparently normal karyotype. So we could speculate that our patient selection criteria increased the detection rate of submicroscopic aberrations by array CGH. Hence, step wise approach can reduce the need of using array CGH. Of course, when all test costs are cumulatively evaluated, the final cost is higher than array CGH. But since a lot of patients were diagnosed until this last step, the final cost will be reduced. Although, array CGH is a high-cost test, in cases with additional clinical symptoms of more than one system accompanying intellectual disability, where the parents are non-consanguineous, cost-effectiveness of this analysis rises. There could be other approaches for increasing the diagnostic yield and rising cost-effectiveness. Instead of subtelomeric FISH, parental conventional cytogenetic analysis could be performed in patients with apparently normal karyotype. This is a more practical and cheaper approach if one of the parents has balanced translocation and patient has cryptic unbalanced subtelomeric rearrangement [40] .
All pathogenic cases had deletions in this study. This could be due to the milder phenotypes of patients with duplications and could result in selection bias [2] . Duplications are part of unbalanced translocations in some studies as shown below, which were excluded in our study via subtelomeric FISH analysis. Sharma et al. [36] selected 106 patients with unexplained DD/ID, dysmorphism with or without MCA for microarray analysis.
Although, pathogenic CNVs were found in 15 (14.2%) patients, five of them had unbalanced translocations between two subtelomeric chromosomal regions. Eight patients had microdeletions whereas two patients had microduplications. Shoukier et al. [37] applied array CGH for 342 children with unexplained DD/ID. Pathogenic CNVs were detected at 45 (13.2%) patients. Three of them had unbalanced translocation.
Although control sample design is widely used in daily practice, loop design was used in our study. Patient samples are compared to the 'normal references' in control sample approach (Fig. 1a) . For confirming aberrations, the procedure is repeated via exchanging fluorescent labels of patient and reference samples (Fig. 1b) . However, DNA from one patient is hybridized against DNA from two other patients in loop hybridization system (Fig. 1c) . In other words, for three patients, three arrays are necessary in control sample design, and three more arrays are used for verifying. Besides, in loop system, three arrays are consumed for three patients but two measures are obtained for each and double analysis is performed for each patient [13] . Analysis of samples were doubled via loop design, which reduced the cost compared to dye swap type control sample design [14] . Loop design is an effective method in patients with congenital anomaly. Likelihood of patients having the same aberrations is low because there are numerous genetic alterations responsible for the etiology of MCA/MR [13] . Patients in the same loop were carefully selected in our study. The patients with similar systemic findings such as hearing loss or obesity were never located at the same loop. All pathogenic CNVs were detected in loop design model and pathogenic CNV detection rate of the study is convincing. As a result, we can say that loop design is also effective method in MCA/MR patients.
Analysis platform had detected a large number of benign CNVs and VOUS. Some VOUS had gene content which little was known about their function. The effect of different CNV combinations is not exactly known. The study of Girirajan et al. [41] is a good example of this subject and it is called 'two-stroke' hypothesis of CNVs. In that study, same pathogenic CNVs were compared with phenotypes and genotypes. Presence of a second CNV bigger than 500 Kb was shown significantly in patients with severe phenotypes. Besides, it was suggested that imprinting effect, mutations in regulatory genes and environmental factors may play role in clinical differentiation, as well as non-predictive effects of CNV. Benign or VOUS CNVs can accompany in most of the cases. There is no database for different combinations of these CNVs today. As a result of this, in our study CNVs were classified according to gene content and function, inheritance pattern, documentation of multiple peer-reviewed publications [19] . Each protein coding gene was evaluated with the phenotype of the patient.
Conclusion
MCA/MR is a heterogeneous group of disorders which requires multidisciplinary and investigational approach to find the etiology. Finding etiology helps disease management, prevents unnecessary tests, offers prenatal diagnosis for future pregnancies, provides early detection and prevention of some pathologic findings, helps acceptance of disability status, provides link between family and support groups and raises significant emotional relief in families [8] .
It is not appropriate to assert a certain conclusion because of our small sample size. However, we think that it could lead the way for future studies. Pathogenic CNVs were detected at a rate of about 27% in this study with array CGH. This ratio was higher than literature data, it could be the effect of patient selection criteria. Narrowing patient selection criteria will increase the diagnostic yield of array CGH. We suggest that the patient selection criteria be as follows:
Conventional cytogenetic analysis for common aneuploidies (such as trisomy 21, trisomy 18, etc.) Conventional cytogenetic analysis for phenotypically normal individuals with familial history of chromosomal imbalance or with recurrent miscarriages FISH analysis for well-defined microdeletion syndromes Sequencing methods for well-defined single gene disorders Additionally clinical findings of at least two different systems that accompany mental retardation no defined consanguinity between the parents
We suggest array CGH analysis step by step with a flow chart for the selection of diagnostic test especially in developing countries (Fig. 3) . According to this flow chart, cumulative diagnostic value of the tests until array CGH is approximately 14-20%. When the diagnostic value of array CGH, which is 10-20%, is taken into account the tests before this step compose greater part of diagnosis.
Besides, databases to reveal the importance of combinations of different CNVs, such as VOUS, benign, should be established in order to interpret the cases more precisely.
Cost of array CGH is still a major concern. We recommend the loop hybridization method for MCA/MR patients. Double analyses of the same patients in loop design reduce the cost compared to dye swap type control sample design.
Despite the development in technology, underlying cause of the phenotype cannot be determined in almost 50% of the patients [10] . In order to increase the diagnostic yield of array CGH, platforms are being altered in accordance with the discovery of novel disease-causing genes. Moreover, an increased probe density across exons enables the detection of exonic CNVs in addition to whole gene or multiple exon variation [11] . Next generation techniques such as whole exome or whole genome sequencing are subsequent choices to determine the etiology of MCA/MR. 
